Renal cell carcinoma (RCC), which was one of the most common malignant tumors in urinary system, had gradually increased incidence and mortality in recent years. Although significant advances had been made in molecular and biology research on the pathogenesis of RCC, effective treatments and prognostic indicators were still lacking. In order to predict the prognosis of RCC better, we identified 17 genes that were associated with the overall survival (OS) of RCC patients from The Cancer Genome Atlas (TCGA) dataset and a 17-gene signature was developed. Through SurvExpress, we analyzed the expression differences of the 17 genes and their correlation with the survival of RCC patients in five datasets (ZHAO, TCGA, KIPAN, KIRC, and KIRP), and then evaluated the survival prognostic significance of the 17-gene signature for RCC. Our results showed that the 17-gene signature had a predictive prognostic value not only in single pathologic RCC, but also in multiple pathologic types of RCC. In conclusion, the 17-gene signature model was related to the survival of RCC patients and could help predict the prognosis with significant clinical implications.
Introduction
Renal cell carcinoma (RCC), the main form of kidney cancer, was the second most common cancer in the urological system and accounted for approximately 3% of malignant neoplasms worldwide [1] . It included a variety of malignant tumors that originated from renal tubular epithelial cells and up to 85% of kidney cancer belonged to RCC [2] . The incidence and mortality had gradually increased in recent years [3] . RCC was usually sporadic (about 96%), but occasionally familial (about 4%), and it was often associated with specific gene mutations [4] . It occurred more frequently in men than in women (ratio of 1.7 : 1), and most people were older, with an average age of 64 years [5, 6] . Clear cell renal cell carcinoma (ccRCC) accounted for 80-90% of RCC [7, 8] and was the predominant histological subtype characterized by its resistance to conventional chemotherapy and radiotherapy [9] .
Although surgical tumor resection was an effective treatment for RCC at present [10] [11] [12] , radical surgery cannot completely cure RCC [13, 14] . Recent studies had focused on the possibility of combining strategy for improving the therapeutic value of existing standard therapies, including chemotherapy and radiotherapy [15, 16] ; however, RCC was not sensitive to radiotherapy and chemotherapy [17, 18] . Patients in early stage of RCC (>50% of cases) had a favorable prognosis after nephrectomy, with the 5-year survival rate of about 81%. However, 10-30% of patients with early RCC would undergo tumor recurrence after nephrectomy [19] , and about 20% of patients had presented metastatic diseases when they came for treatment [20] . The common metastatic sites of RCC included the brain, lung, and bones. In patients with metastatic diseases, the median survival time ranged from 6 to 12 months [21] . For advanced stage of RCC, systemic therapy was the foundational treatment. On account of the extremely high rate of local invasion and metastasis, as well as the resistance to chemotherapy and radiotherapy, over 30% of RCC patients with metastasis had a 5-year survival rate below 20% [22, 23] , which indicated a poor long-term prognosis. Therefore, it was essential to research on the development mechanism of RCC at molecular level. This may help determine the invasion and metastasis ability of RCC and its malignancy, predict the prognosis of RCC, develop a reasonable treatment program, and provide new ideas for molecular targeted therapy.
In order to solve this unmet need, a prognostic 17-gene signature model was developed. We hypothesized that this 17-gene signature may reflect the risk level of adverse clinical outcomes in RCC, which may be useful to correctly predict the overall survival (OS) of RCC and aid the clinicians in treatment planning.
Materials and Methods

Selection and Analysis of Databases.
All the data were analyzed using SurvExpress (http://bioinformatica.mty .itesm.mx:8080/Biomatec/SurvivaX.jsp). SurvExpress was a comprehensive gene expression analysis tool that was based on a number of databases. It can provide risk assessment and survival analysis in many cancer datasets [24, 25] . In this analysis, SurvExpress was used to provide Kaplan-Meier log rank analysis, risk evaluation, etc. For RCC, SurvExpress incorporated 11 independent public databases. In our study, we only included databases with a sample number greater than 100, and five databases (ZHAO, TCGA, KIPAN, KIRC and KIRP) were screened out, containing a total of 19698 coding genes. Then, 3761 genes associated with the prognosis of RCC were selected out in the TCGA database from the 19698 genes (p < 0:001). After that, the 3761 genes were sorted by p value and the top 99 genes were combined. In this combination, genes with a significant difference in expression levels were picked out to form a 17-gene signature (Figure 1) . Their gene ID, full name, and function were shown in Table 1 .
Study
Design. Using SurvExpress, we analyzed the expression differences of the 17 genes and their correlation with the survival of RCC patients in the five datasets (ZHAO, TCGA, KIPAN, KIRC and KIRP), and then evaluated the survival prognostic significance of the 17-gene signature for RCC (Table 1 ). The prognostic index (PI), which was also known as the risk score, was often used to perform risk assessment and generate risk groups. The PI was the linear component of the Cox model, PI = b1x1 + b2x2+⋯+bixi, where the bi can be obtained from the Cox fitting and xi was the expression value. Each bi can be construed as a risk parameter [26] . According to the PI formula, each patient had a corresponding PI. Sort PI from low to high and select the optimal cut-off value. Then, the patients were divided into high-risk and low-risk groups according to the optimal cut-off value ( Figure 2 ).
Statistical Analysis.
To evaluate the prognostic value of the 17-gene signature, Kaplan-Meier estimator was used to plot survival curves and the log-rank test was performed to compare the differences between the two groups [26, 27] . Kaplan-Meier can also be used to provide the receiver operating characteristic (ROC) curve to determine the accuracy of the 17-gene signature in predicting the prognosis of RCC. The ROC analysis was a tool used to describe the discrimination accuracy of a diagnostic test or prediction model [28] . One of the most commonly used ROC summary indices was the area under the ROC curve (AUC). The AUC values were calculated from the ROC curve [28, 29] . p < 0:05 was considered to be statistically significant.
Results
Survival Analysis of the 17
Genes in TCGA Dataset. We analyzed the expression differences of the 17 genes in TCGA dataset with SurvExpress. The gene ID, full name, and function were obtained from the NCBI FTP site and GeneCards. Our analysis showed that the 17 genes all had significant prognostic differences in the TCGA database (p < 0:001) ( Table 1) .
Sort PI from Low to High and Select the Optimal Cut-off
Value. Sort PI from low to high and select the optimal cutoff value. The optimal cut-off values of PI in the five databases (TCGA, KIRC, KIRP, KIPAN, and ZHAO) were 11.13, 14.67, 16.5, 16.81, and 0.355 ( Figure 1) . Then, the patients were divided into high-risk and low-risk groups according to the optimal cut-off value ( Figure 2 Figure 1: The procedure flow chart of SurvExpress. Schematic overview of the procedure used in our study to construct the 17-gene signature. Disease Markers low-risk and high-risk groups were evaluated with KaplanMeier survival curves ( Figure 3 ). TCGA data showed that the prognosis of patients with low risk (n = 272) was significantly better than high-risk group patients (n = 196) (HR ð95%CIÞ = 4:05 (2.85-5.74), p < 0:001) (Figure 3(a) ). KIRC database was a corresponding database for kidney renal clear cell carcinoma, which also showed a prognostic value of the 17-gene signature (p < 0:001) (Figure 3(b) ). The research object of KIRP database was kidney renal papillary cell carcinoma. Likewise, our analysis found a significant prognostic difference between the two groups (n = 240 in the low-risk group and n = 38 in the high-risk group) (HR ð95%CIÞ = 9:58 (4.97-18.45), p < 0:001) (Figure 3(c) ). KIPAN incorporated three types of kidney cancer, including kidney chromophobe, kidney renal clear cell carcinoma, and kidney renal papillary cell carcinoma. For the comprehensive KIPAN database, our 17-gene signature had a significant predictive significance as well (p < 0:001) (Figure 3(d) ). ZHAO database (GSE3538) revealed a significant prognostic difference between the low-risk group (n = 115) and the high-risk group (n = 62) (HR ð95%CIÞ = 2:27 (1.49-3.47), p < 0:001), indicating that the 17-gene signature can also be used as a prognostic indicator in the ZHAO database (Figure 3(e) ). In conclusion, our results demonstrated that the 17-gene signature had a predictive prognostic value not only in single pathologic RCC but also in multiple pathologic types of RCC. Figure 2: Sort PI from low to high and select the optimal cut-off value. Then, the patients were divided into high-risk and low-risk groups according to the optimal cut-off value. Red represented high-risk group and green represented low-risk group. Each figure was composed of the upper gene expression heat map and the nether prognostic index graph. (a) TCGA database contained 468 patients (n = 154 in the high-risk group, n = 314 in the low-risk group) and the optimal cut-off value of PI was 11.13. (b) KIRC database contained 415 patients (n = 145 in the high-risk group, n = 270 in the low-risk group) and the optimal cut-off value of PI was 14.67. (c) KIRP database contained 278 patients (n = 41 in the high-risk group, n = 237 in the low-risk group) and the optimal cut-off value of PI was 16.5. (d) KIPAN database contained 792 patients (n = 201 in the high-risk group, n = 591 in the low-risk group) and the optimal cut-off value of PI was 16.81. (e) ZHAO database contained 177 patients (n = 87 in the high-risk group, n = 90 in the low-risk group) and the optimal cut-off value of PI was 0.355. (f) The optimal cut-off value of the five databases (TCGA: 11.13; KIPAN: 16.81; KIRC: 14.67; KIRP: 16.5; ZHAO: 0.355).
Disease Markers
Discussion
RCC was the third most common malignancy in the urogenital system, which represented about 2% to 3% of cancers in adults [30] . The genesis and progression of RCC involved various factors, including carcinogenic substances and environmental factors [31, 32] . Smoking and obesity were considered to be risk factors for the development of RCC [33] . RCC was divided into four histological main subtypes [34] . In general, WHO distinguished RCC into clear cell RCC (ccRCC) and nonccRCC. Thereinto, ccRCC was the predominant subtype of RCC [35] .
RCC was classified as an "immunogenic" tumor based on the following characteristics: spontaneous regression of the 6 Disease Markers tumor, high levels of T cell infiltration in the tumor, and reactivity to immunotherapy such as interleukin-2 (IL-2) and interferon alpha (IFN-α) [36] . However, due to low efficacy and high adverse reactions, these therapeutic measures were not ideal. 30% of patients had already presented advanced disease or other metastatic diseases when they came for treatment [37] . Eventually, about 40% of patients died of metastases [38] . Therefore, it was urgently needed to find potential In the present study, we first identified 17 genes associated with OS of RCC patients from the TCGA dataset. Through SurvExpress, we analyzed the expression differences of the 17 genes in RCC patients in the TCGA dataset. Our analysis showed that the 17 genes had significant prognostic differences in the TCGA database (p < 0:001). Then, a 17-gene signature model was developed and its correlation with the survival of RCC patients in the five datasets was analyzed, respectively. The patients were divided into low-risk and high-risk groups according to the optimal cut-off value. Survival differences between the predicted low-risk and high-risk groups were evaluated with Kaplan-Meier survival curves. The results presented that the prognosis of patients with low risk was all significantly better than that of highrisk group patients in the five databases (p < 0:001), suggesting that the 17-gene signature had a predictive prognostic value not only in single pathologic RCC but also in multiple pathologic types of RCC.
Finally, in order to determine the accuracy of the 17-gene signature in predicting the prognosis of RCC, the receiver operating characteristic curve (ROC) for predicting 5-year survival was obtained according to PI. The value of AUC was the size of the area under the ROC curve. Typically, the AUC value was between 0.5 and 1.0, and larger AUC represented better performance [30, 31] . Our analysis revealed that the ROC curves all had an AUC of greater than 0.6 in the five databases (p < 0:001), suggesting that the 17-gene signature had certain accuracy in predicting the prognosis of RCC.
Conclusions
In summary, our study demonstrated a survival prognostic significance of a 17-gene signature for RCC. This may be a potential prognostic tool to improve the adverse clinical outcomes of RCC patients currently. Further prospective studies were needed to determine whether the 17-gene signature can be used clinically to benefit RCC patients.
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